Figure 1. Phylogenetic tree of SAFV
Maximum likelihood tree constructed with near full length genomes (a) and VP1 gene of SAFV (b) . Values on the tree indicate the statistical support of each node that were calculated using the approximate likelihood ratio test (aLRT). A colored scale indicating the aLRT is also shown in the trees. Phylogenetic groups corresponding to genotypes are limited by grey areas. Recombinant strains were indicated by filled diamonds in the tree. Scale bar under the tree represent the nucleotide substitution per site. Trees were constructed using maximum likelihood criteria implemented in the FastTree software 1 , assuming GTR model plus gamma correction distributions and the proportions of variable sites in the alignment.
Likelihood map of the SAFV polyprotein 2A  L  2B  VP4  VP2  VP1  VP3  2C  3AB  3C arrow indicate the breakpoint position in the SAFV polyprotein. All these above recombination analysis were performed using the RDP v4 software.
